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http://djournal homepage: www.elsevier.com/locate/yviroEditorialSpecial issue: The Papillomavirus EpistemePapillomaviruses are an ancient group of viruses that have
coevolved along with their host species for millions of years; each
virus is species speciﬁc and trophic for speciﬁc anatomical niches
in the host epithelium. Papillomavirus infections can be asympto-
matic, or can give rise to a wide range of pathologies, and a subset
of papillomaviruses is strongly associated with human cancer.
Unlike many other viruses, papillomaviruses are genetically stable
and evolve at a slow rate along with the host. The availability of
complete genome sequences from hundreds of different papillo-
maviruses provides a treasure trove of information for compara-
tive genomics. This Special Issue is intended to be a companion
resource to the Papillomavirus Episteme bioinformatics website
(http://pave.niaid.nih.gov). The Papillomavirus Episteme hosts
organized and curated information related to viral genomics. Each
article in the Special Issue: Functional Genomics of Papilloma-
viruses provides an in-depth, unbiased and encyclopedic overview
of different aspects of papillomavirus genomics and proteomics,
written by experts in the papillomavirus ﬁeld. Unlike other
reviews, the main aim of each article is to completely document22/$ - see front matter & 2013 Elsevier Inc. All rights reserved.
x.doi.org/10.1016/j.virol.2013.07.017published details about each topic, so that this Special Issue will
serve as an important reference resource for the scientiﬁc
community.
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